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A1 ions
enhancement for peptide sequencing and protein identifica-
tion, 1214
Acetone
isotope labeling, RABA, quantitative proteomics, 1366
Acetylcholine
mechanism of trimethylamine loss, density functional theory
study, 238
Acid hydrolysis
proteins, MALDI, 2106
Activated ion electron capture dissociation
optimization for proteins, 763
Akt
inhibitor interaction with, analyzed by cross-linking and MS,
1504
ALiPHAT method
evaluation of PC-IDMS and LOD correlation, 2006
Aliphatic peptidyl hydroperoxides
as source of secondary oxidation, hydroxyl radical footprint-
ing of proteins, 1123
Alkanes
air plasma APCI-MS study, 697
Alkyl anilines
isomeric, resolution by MS, 269
Alkylation
reductive, isotope labeling, RABA, quantitative proteomics,
1366
Ambient air
BTEX analysis using APCI-MS/MS, 829
Ambient desorption/ionization mass spectrometry
direct current atmospheric pressure discharges for, 837
Ambient ionization techniques
lessons from, 1947
Ambient pressure pyroelectric ion source
applications to chemical nerve agent detection, 2093
Amino acids
deproteinated, investigation of hydration mechanism, 632
peptide composition and role in charge inversion, gas-phase
ion/ion reactions, 180
polarities of, ECD product ion abundances correlated with,
2273
substitutions mapped by nanoelectrospray MS, avian influ-
enza virus (H5N1) matrix protein 1, 312
-Amino acids
reevaluation of computed proton affinities for, 2116
-Amino acids
cyclic and bicyclic, diastereochemical differentiation, 34
enantiomers of, separation by MS, 1235
Aminoglycosides
silver-coated gold nanoparticles as a matrix in SALDI MS for
analysis of, 1925
AMUSE. see Array of Micromachined UltraSonic Electrospray
Analytes
neutral radical induced transformations in APPI and near-
VUV APLI, 1868
with two basic functional groups, identification by FTICR,
1251
Animal feed
multiresidue screening in food and feed matrices, Oribtrap
MS, 1464
Anion- interactions
ESI-MS study of, 257
Antimony(III)-D, L-tartrates
enantioselective binding in solution and gas phase, ESI-MS,
2100
APCI. see Atmospheric pressure chemical ionization
APPIS. see Ambient pressure pyroelectric ion source
Arginine
methylated, quantified with nanoflow LS-ETD-Orbitrap MS,
507
Array of Micromachined UltraSonic Electrospray
ion source for MS, charge separation in, 1684
Asparagine
protonated, thermodynamics and mechanism of decomposi-
tion, GIB-MS/MS, 852
Atmospheric pressure chemical ionization
archaeal tetraether lipids analyzed by LC-MS/MS, 51
ionization mechanisms related to negative ion APPI, DART
and, 1518
Atmospheric pressure chemical ionization mass spectrometry
air plasma, study of alkanes, 697
Atmospheric pressure chemical ionization tandem mass spec-
trometry
ambient air BTEX analysis using, 829
Atmospheric pressure laser ionization
near-VUV, neutral radical induced transformations of analyte
ions in APPI and, 1868
Atmospheric pressure matrix-assisted laser desorption/ioniza-
tion
time scale of internal energy relaxation, by nano-ESI and, in
QITMS, 1801
Atmospheric pressure photo ionization
neutral radical induced transformations of analyte ions in
near-VUV APLI and, 1868
Atmospheric pressure photo ionization mass spectrometry
dopant-assisted, of polyisobutylene derivatives, 2342
Atmospheric pressure photoionization
ionization mechanisms related to negative ion APCI, DART
and, 1518
Avian influenza virus (H5N1)
matrix protein 1, AA substitutions mapped by nanoelectros-
pray MS, 312
b-type ions
b9 ion cyclization, 2248
b22 ion formation, fragmentation of doubly-protonated trip-
eptides, ESI MS, 2135
b2 ion structure, generated from doubly proteinated tryptic
peptides, 618
influence of peptide size on sequence scrambling during CID
of, 2174
Baeyer-Villiger solid-state organic reactions
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monitoring kinetics of, DESI, 2087
Benzene, toluene, ethylbenzene and xylenes
ambient air, analysis using APCI-MS/MS, 829
Bieman medal
awarded to Julia Laskin, editorial, i (June)
Bioimaging
metabolite imaging using ME-SALDI-MS, 80
Biomolecules
analysis using IR-MALDESI coupled to FT-ICR, 667
anhydrous, conformational landscape of, 1775
gold nanoparticles as assisted matricies for, MALDI-TOF-MS,
875
2M. see 2-Microglobulin
Book reviews
Comprehensive Analytical Chemistry Volume 52, Protein Mass
Spectrometry, R29 (August)
Mass Spectrometry in Drug Metabolism and Pharmacokinetics, R19
(July)
Report of 2008 ASMS Fall Workshop: Protein-Protein and Pro-
tein-Ligand Interactions, R1 (May)
Report of the 24th Asilomar Conference on Mass Spectrometry,
R1 (January)
Trace Quantitative Analysis by Mass Spectrometry, R4 (Janu-
ary)
A Review of Electronic Mass Spectral Databases, R22 (July)
Boscalid
pesticide metabolism simulation using EC/LC/MS, 138
Brain
crustacean, neuropeptide and lipid mapping by 3D MSI, 1068
CAD. see Collisionally activated dissociation
Calmodulin
divalent cation binding analyzed by ESI-Ms, 1159
peptide interactions with, investigated by MALDI-MS, 576
Capillary electrophoresis-atmospheric pressure chemical ioniza-
tion-mass spectrometry
setup and parameters using orthogonal interface, 1311
Carbohydrates
ILMs for peptides, peptides and, analysis by MALDI MS, 1790
phytochemicals and, profiling in tulip tissues and bulbs, PESI
MS, 2304
Carbon
surface-induced dissociation and chemical reactions on stain-
less steel, diamonds and, 927
Carboxylic acids
interaction of cesium cations with, 1912
Cations
divalent, calmodulin binding of, analyzed by ESI-Ms, 1159
rhodamine 575 fluorescence and photodissociation of, quadru-
pole ion trap, 96
Cesium cations
interaction with carboxylic acids, 1912
Charge exchange ionization
of PAHs, comparison of dopants for, RP-LC-APPI-MS, 73
Charge partitioning
dipeptide dications, between c and z fragments after ECD,
1881
Charge reduction
peptide ions, soft landed surface effects on desorption kinetics
and, 901
Charge separation
AMUSE ion source for MS, 1684
effect of peptide chain length, 1890
Charge state assignment
of native ES spectra of protein complexes, 435
Charge state distributions
in ESI-TOF-MS, IgG1 mAb characterization using, 1030
proteins, in ESI MS, 1617
4-Chloro--cyanocinnamic acid
PE chloramines detected using MALDI-TOF-MS and, 867
Cisplatin
determination of cytochrome c binding site for, MS, 1141
effect on gas phase dissociation of oligonucleotides, ESI-MS/
MS, 792
Citrullination
protein, isocyanic acid as diagnostic marker, CID, 723
Cocaine
metabolites and, screening in human urine by TOF-MS, 891
Cold spray ionization mass spectrometry
acid-induced protein conformational changes and noncovalent
complexes, 845
Collision-induced dissociation
of b-type ions, influence of peptide size on sequence scram-
bling during, 2174
of charge-reduced species, peptide analysis by decoupling
ETD and, 567
EDC and, metal ion complexes with polyamidoamine den-
drimers, 674
energy quantification for small molecule characterization, 1759
ETD and, in linear ion traps, protonated peptides, 1672
higher energy, phosphopeptide analysis using Orbitrap HCD,
1425
intramolecular cross-linked peptides, 557
IRMPD and CID of peptides in ion traps, 349
neutral loss of isocyanic acid, peptides, 723
protein ubiquitination analyzed by ETD-based MS fragmenta-
tion or, 1652
triacylglycerols, CID MALDI-TOF/RTOF, 1037
Collisional energy
ion fragmentation and, peptides, 469
Collisionally-activated dissociation
analysis of trypanosome flagellar proteome using ETD/ETD/
CAD, 167
Copper
new matrix for MALDI/MS using, 1263
ternary copper (II) complexes with, macrocyclic ligand effects
on electron and proton transfers, 972
Corona discharges
electrochemical electrospray ionization initiated by, 1988
Covalent labels
strategies for, proteins, 1193
strategies for, proteins (reprint, critical insight), 1193 in July
2009
CRCID. see Collision-induced dissociation of charge-reduced
species
Cross-linking
probability-based shotgun cross-linking site analysis, 1896
CSD. see Charged state distributions
Cyclization
peptide b9 ions, 2248
Cyclodepsipeptides
identification using negative ion mass spectrometry, 2221
Cysteine
characterization of oxidation products of, in PTP1B active site,
1540
gas phase fragmentation of long-lived radical cations, 985
Cytochrome c
determination of cisplatin binding site by MS, 1141
thermal denaturation analyzed by ESI-MS, 819
Databases
generation of N-glycan structure databases, 1739
Denaturation
thermal, of cytochrome c, analyzed by ESI-MS, 819
Density functional theory
hydrolysis of PtenCl2 investigated by ESI MS and, 1015
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mechanism of trimethylamine loss from acetylcholine, 238
study of peptide ions generated by MALDI, 1327
Deoxyoligonucleotides
protonated, sodium controlled reactivity in gas phase,
MALDI, 689
Desorption electrospray ionization-mass spectrometry
direct analysis of liquids by, 10
high-throughput quantitative analysis by, 321
monitoring kinetics of Baeyer-Villiger solid-state organic reac-
tions, 2087
Desorption kinetics
peptide ions, soft landed surface effects on charge reduction
and, 901
Diamonds
surface-induced dissociation and chemical reactions on stain-
less steel, carbon and, 927
Dichloro(ethylenediamine)platinum(II)
hydrolysis investigated by electrospray MS and DFT, 1015
Difluorobenzene
ionized o-,m-,p-, a TPEPICO study, 20
Dipeptide dications
charge partitioning between c and z fragments after ECD,
1881
Direct analysis in real time
ionization mechanisms related to negative ion APPI, APCI
and, 1518
TOF MS with, Chinese and American drywall sulfur materials
analyzed by, 2082
Disaccharides
heparin-derived, wavelength-tunable UVPD in LIT, 1645
Disulfide bonds
gas-phase scrambling during MALDI MS, 1603
insulin, mapping with Route 66 method, 157
proteins containing, MALDI MS, 2284
DNA
fragmentation of isomeric intrastrand cross-link lesions, ion-
trap MS, 611
purine-rich triple-helix, bivalent cations and formation of, ESI-
FT-MS, 1281
Dopants
APPI-MS assisted by, of polyisobutylene derivatives, 2342
comparison of, for charge exchange ionization of PAHs, RP-
LC-APPI-MS, 73
Double bonds
migration during EI MS, monounsaturated fatty acids, 1997
Drug residue analysis
veterinary, hormone residue analysis, UPLC-Orbitrap MS, 451
Drywall
Chinese and American, sulfur materials analyzed by DART
with TOF MS, 2082
DSI-MS. see Desorption electrospray ionization-mass spectrome-
try
ECD. see Electron capture dissociation
Editorial
Alexander Makarov, award for distinguished contribution in
mass spectrometry, i (August)
Ron Hites Award, i (Nov)
EESI-MS. see Extractive electrospray ionization mass spectrome-
try
Electrochemical electrospray ionization
initiated by a corona discharge, 1988
Electrochemistry liquid chromatography mass spectrometry
evaluation of tricationic ion-pairing reagents in, 529
pesticide metabolism simulation using, 138
Electron capture dissociation
activated-ion, optimization for proteins, 763
CID and, metal ion complexes with polyamidoamine den-
drimers, 674
dipeptide dications, charge partitioning between c and z frag-
ments after, 1881
hemoglobin Hb askew variant analysis by, 1707
hydrogen atom host-guest transfer induced by, 639
noncovalent complexes, electrostatic interaction site identified
by ECD/ETD, 176
periodic sequence distribution in, amphipathic peptides, 1182
product ion abundances correlated with amino acid polarities,
2273
study of oligonucleotides, 213
Electron ionization mass spectrometry
double bond migration during, monounsaturated fatty acids,
1997
Electron paramagnetic resonance spectroscopy
glutathione conjugates, ES-MS/MS and, 2013
Electron transfer
ternary copper (II) complexes with histidine, macrocyclic li-
gand effects on proton transfers and, 972
Electron-transfer dissociation
analysis of trypanosome flagellar proteome using ETD/ETD/
CAD, 167
CID and, in linear ion traps, protonated peptides, 1672
decoupling, peptide analysis by CRCID and, 567
fragmentation by MS based on, protein ubiquitination ana-
lyzed by CID or, 1652
methylated polypeptides, 1349
noncovalent complexes, electrostatic interaction site identified
by ECD/ETD, 176
post-acquisition spectral processing of peptides, 1435
protein conformations probed using, in top-down HDX MS,
1514
Electron-transfer dissociation-Orbitrap mass spectrometry
nanoflow LS, methylated arginine quantified with, 507
Electrospray ionization
charge separation in AMUSE ion source for MS, 1684
disintegration of solvent droplets during, 496
electrochemical, initiated by a corona discharge, 1988
explosives, ambient vapors detected by SESI, 287
fluorescence and fragmentation of ions in ultrahigh vacuum,
1731
nano, time scale of internal energy relaxation, by AP-MALDI
and, in QITMS, 1801
a new fused silica micro-electrospray tip, 751
poly(methylacrylic acid) oligomers produced by, MS/MS, 25
precursor ion scan, protein-ligand complex detection by, MS/
MS, 227
supercharging from aqueous solutions during, 1933
Electrospray ionization-collision induced dissociation
isoquinoline-3-carboxamide dissociation pathway analyzed by,
2034
Electrospray ionization Fourier transform ion cyclotron reso-
nance mass spectrometry
automated petroleum analysis by, 263
bivalent cations and formation of purine-rich triple-helix
DNA, 1281
Electrospray ionization-ion funnel-rf hexopole source
in-source fragmentation technique for production of thermal-
ized ions, 2312
Electrospray ionization ion trap mass spectrometer
signal and noise evaluation in, 1859
Electrospray ionization mass spectrometry
antimony(III)-D, L-tartrates, enantioselective binding in solu-
tion and gas phase, 2100
biases in ion transmission through capillary inlet, 2265
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characterization of lanthionine polysulfides from peptide dis-
ulfides, 783
charge state distribution of proteins in, 1617
divalent cation binding by calmodulin analyzed by, 1159
energy-dependent, gas-phase reactivity of ruthenium carbonyl
clusters, 658
extractive, sampling explosives on skin, using neutral desorp-
tion and, 719
fragmentation of doubly-protonated tripeptides, formation of
b22 ions, 2135
hydrogen/deuterium exchange, 2-M release from MHC-I an-
alyzed by, 278
hydrolysis of PtenCl2 investigated by DFT and, 1015
interactions among polythymine oligonucleotides, ethidium
bromide and mercury ions, 1834
low-energy, geometrical isomers of -linolenic acid methyl
ester separted using, 1272
microfluidic chip for millisecond time-scale kinetic studies,
124
nemorosone degradation profile by, 1688
noise reduction by supplemental IR activation, 2206
noncovalent complexes, weak interactions analyzed by, 303
nonspecific ligand binding identification using reporter mole-
cule method, 1242
protein noncovalent complexes, 593
reproducibility using thermometer ion-based strategy, 398
study of anion- interactions, 257
synchronized dual-polarity, 2254
thermal denaturation of cytochrome c analyzed by, 819
zinc deposition during peptide-zinc complex analysis, 2199
Electrospray ionization-quadrupole-ion mobility time-of-flight
mass spectrometry
trastuzumab heterogeneity profile, 2021
Electrospray ionization tandem mass spectometry
effect of cisplatin on gas phase dissociation of oligonucleo-
tides, 792
sialyl anomers distinction on FAB-MS/MS and, 394
Electrospray ionization time-of-flight mass spectrometry
CSD in, IgG1 mAb characterization using, 1030
Electrospray-single photon ionization mass spectrometry
analysis of organic compounds by ES/VUV-SPI MS, 430
Electrospray spectra
native, charge state assignment of, protein complexes, 435
Electrospray tandem mass spectrometry
glutathione conjugates, EPR and, 2013
Electrospray voltages
selection for gradient elution LC-MS, 682
Electrostatic interactions
noncovalent complexes, site identified by ECD/ETD, 176
Enantiomers
separation by MS, -amino acids, 1235
Energy-dependent electrospray ionization mass spectrometry
gas-phase reactivity of ruthenium carbonyl clusters, 658
EPR. see Electron paramagnetic resonance spectroscopy
17-Estradiols
11-OH and 11-OH, stereochemical effects on gas phase
acidity, 2318
ETD. see Electron-transfer dissociation
Ethidium bromide
interactions among polythymine oligonucleotides, mercury
ions and, ESI MS, 1834
Explosives
ambient vapors detected by SESI, 287
nitro-aromatic and related compounds, femtosecond laser
photoionization TOF MS, 419
sampling on human skin using neutral desorption and EESI-
MS, 719
Extractive electrospray ionization mass spectrometry
sampling explosives on skin, using neutral desorption and,
719
FAIMS. see Field assymetric waveform ion mobility spectrome-
try
Fast-atom bombardment tandem mass spectrometry
sialyl anomers distinction on ESI-MS/MS and, 394
Fatty acids
monounsaturated, double bond migration during EI MS, 1997
Field assymetric waveform ion mobility spectrometry
improving sensitivity with slit interfaces, 1768
Fluidics
induction-based, real-time dispense event and volume verifi-
cation, MALDI MS, 1064
Food products
multiresidue screening in food and feed matrices, Oribtrap
MS, 1464
Fourier transform ion cyclotron resonance mass spectrometry
artificial neural networks for ppb mass accuracy in, 1303
biomolecule analysis using IR-MALDESI coupled to, 667
fast rpLC reduces back exchange in, 520
identification of analytes with two basic functional groups,
1251
improved ion trapping and detection capabilities, 755
polyphosphoester characterization by, 2238
signal filtering method for quantification and noise discrimi-
nation, 1087
SORI-CID, hawthorn leaf -glucosidase inhibitors character-
ization using LC-DAD-MS and, 1496
spontaneous loss of coherence catastrophe, 247
FTICR-MS. see Fourier transform ion cyclotron resonance mass
spectrometry
Garcinia spp.
screening of PPAPs using PID and UPLC-ESI-Q-TOF, 1846
Gas chromatography mass spectrometry
pyrolytic, analysis of melanin from epidermal melanocytes,
464
quantitative signatures of steroids using, 1626
Gas phase
acidity in, stereochemical effects of 11-OH and 11-OH 17-
estradiols, 2318
dissociation of oligonucleotides in, effect of cisplatin on, ESI-
MS/MS, 792
disulfide bond scrambling during MALDI MS, 1603
fragmentation of long-lived radical cations, cysteine, 985
fragmentation of protonated oligomers in, 60
H/D exchange and collision cross-sections, hemoglobin, 484
ion/ion interactions, peptide AA composition and role in
charge inversion, 180
metal oxide surface fabrication by reactive landing of ions,
915
sodium controlled reactivity of protonated deoxyoligonucleo-
tides in, MALDI, 689
transformation of deprotonated polypeptides, transition metal
complex cations in, 1718
Gas-phased oligosaccharide nonreducing end
sequencing and structural analysis by RP-HPLC-MS, 1821
GIB-MS/MS. see Guided ion beam tandem mass spectrometry
-Glucosidase inhibitors
hawthorn leaf, characterization using LC-DAD-MS and SORI-
CID FTICR MS, 1496
Glutamine lipids
ornithine lipids and, from R. sphaeroides cell membranes, MS/
MS, 198
Glutathione
conjugates, EPR and ES-MS/MS study, 2013
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Glycans
sulfated, analysis by sequential double-permethylation,
MALDI MS, 1660
N-Glycans
generation of structure databases, 1739
Glycation sites
bovine insulin, characterization, MS/MS, 1319
Glycoproteins
monosaccharide analysis by LC-MS/MS, 1224
quantify glycosylation changes by label-free quantitation, 1048
Glycosylation
glycoproteins quantify changes by label-free quantitation,
1048
trastuzumab, heterogeneity profile, ESI-Q-IM-TOF MS, 2021
Glyquest
generation of N-glycan structure databases, 1739
Gold
CHCA-modified Au nanoparticles for peptide analysis, LDI-
MS, 1530
nanoparticles as assisted matricies for biomolecules, MALDI-
TOF-MS, 875
silver-coated nanoparticles as a matrix in SALDI MS analysis
of aminoglycosides, 1925
GONE. see Gas-phased oligosaccharide nonreducing end
Gramicidin
dimers show EX1 and EX2 H/D exchange mechanisms, 1813
Graphitized carbon black
oxidized nanoparticles, signal enhancement by, SALDI-TOF-
MS, 1207
Guided ion beam tandem mass spectrometry
mechanism of decomposition and, protonated asparagine, 852
Hanusˇ, Vladimı´r
obituary, 2352
Hawthorn leaf
-glucosidase inhibitors, characterization using LC-DAD-MS
and SORI-CID FTICR MS, 1496
HD desktop
platform for analysis of H/D exchange data, 601
HDX. see Hydrogen/deuterium exchange
Hemoglobin
gas phase H/D exchange and collision cross-sections, 484
Hb askew variant analysis by ECD, 1707
structure probed by traveling-wave ion mobility MS, 625
Hemolymph
crustacean, neuropeptide measurement by MALDI MS, 708
Heparin
3-O-sulfated disaccharide isomers of, analysis of MS/MS, 652
Histidine
ternary copper (II) complexes, macrocyclic ligand effects on
electron and proton transfers, 972
Honeybee venom
detection in envenomed tissues, MALDI MSI, 112
HOPG
surface-induced dissociation and chemical reactions on stain-
less steel, carbon and diamonds, 927
Hormones
veterinary drug residue analysis and, UPLC-Orbitrap MS, 451
Hydration
mechanisms of, deproteinated amino acids, 632
microhydration of protonated nucleic acid bases, 1900
Hydrogen atoms
host-guest transfer induced by ECD, 639
Hydrogen/deuterium exchange
arginine containing di- and tri- peptides, 2049
2-M release from MHC-I, analyzed by HDX-ESI-MS, 278
EX1 and EX2 exchange mechanisms, for gramicidin dimers,
1813
gas phase, collision cross-sections and, hemoglobin, 484
HD desktop platform for analysis, 601
HDX MS, protein conformations probed using ETD in, 1514
Hydrolysis
PtenCl2, investigated by electrospray MS and DFT, 1015
Hydroxyl radical footprinting
proteins, aliphatic peptidyl hydroperoxides as source of sec-
ondary oxidation, 1123
2-Hydroxyychalcone
protonated 2-methoxychalcone and, Nazarof cyclization, 805
IDMS. see Isotope dilution mass spectrometry
ILMs. see Ionic liquid matrices
ILPR. see Insulin-linked polymorphic region
Imaging mass spectrometry
spatial, spectral and conformational resolution, 1006
Immunoassays
based on single-particle mode detection by ICP MS, 1096
Immunoglobulin G1 monoclonal antibodies
IgG1 mAb, characterization using CSD in ESI-TOF-MS, 1030
photo-induced methionine oxidation, MS, 525
IMS. see Ion mobility-mass spectrometry
In-source decay
top-down determination of PEGylation sites using MALDI
ISD MS, 326
Induction-based fluidics
real-time dispense event and volume verification, MALDI MS,
1064
Inductively-coupled plasma mass spectrometry
single-particle mode detection by, immunoassays based on,
1096
Information management
generation of N-glycan structure databases, 1739
Infrared matrix-assisted laser desorption electrospray ionization
coupled to FT-ICR MS, biomolecule analysis using, 667
Infrared multiple photon dissociation
anionic group II metal nitrate cluster ions, 772
improved, using N-terminal phosphonite derivatization, pep-
tides, 377
improving efficiency of, QIT, 1127
IRMPD and CID of peptides in ion traps, 349
oxazolone structure of b2 fragment ions from tri-alanine, 334
studying amide position protons, peptide ions, 1841
Initiation factors
eukaryotic, protein conformation using T-WAVE ion mobility
MS, 1699
Insulin
bovine, characterization of glycation sites, MS/MS, 1319
ILPR binding sites in IGF-2 and, MALDI MS/MS, 1974
mapping disulfide bonds with Route 66 method, 157
Insulin-like growth factors
ILPR binding sites in insulin and, MALDI MS/MS, 1974
Insulin-linked polymorphic region
binding sites in insulin and IGF-2, MALDI MS/MS, 1974
Internal energy relaxation
time scale of, AP-MALDI and nano-ESI ions in QITMS, 1801
Iodination
deciphering the code for, peptides, 965
Ion coupling
strategies for microengineered quadrupole mass filters, 146
Ion/ion interactions
gas phase, peptide AA composition and role in charge inver-
sion, 180
IT-IM TOF mass spectrometry analysis of, 1549
Ion mobility
dynamic method for measurement of, 2070
Ion mobility collision-induced desorption mass spectrometry
peptide identification using, 907
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Ion mobility mass spectrometry
collision-induced protein ion unfolding analyzed by, 1851
molecular framework for collision of peptide ions, MALDI
TOF MS, 1593
organoruthenium anticancer complexes, 1119
T-WAVE, protein conformation using, 1699
traveling-wave, hemoglobin structure probed by, 625
use of shift reagents in, 1
Ion trap-ion mobility time-of-flight mass spectrometry
analysis of ion/ion interactions, 1549
Ion trap mass spectrometry
DNA, fragmentation of isomeric intrastrand cross-link lesions,
611
orthogonal injection, TOF-MS, 1342
in situ SIMS analysis and reactions of surfaces prepared by SL
of ions, 949
Ion traps
FT-ICR-MS, improved ion trapping and detection capabilities,
755
high mannose glycans characterized by ion trap MS, bovine
ribonuclease B, 539
IRMPD and CID of peptides in, 349
linear, off-resonance excitation, 443
mass analysis at high pressure, 2144
Ionic liquid matrices
peptides, proteins and carbohydrate analysis by MALDI MS,
1790
Ionic matrices
ME-SALDI MS, 2229
Ionization
mechanisms of NI-APPI and NI-DART, 42
mechanisms related to negative ion APPI, APCI and DART,
1518
Ions
collisional energy and fragmentation, peptides, 469
fragmentation and fluorescence of in ultrahigh vacuum, ESI,
1731
incoherent production reactions, MALDI MS, 1078
thermalized, in-source fragmentation technique for production
of, 2312
Isocyanic acid
neutral loss of, CID of peptides, 723
Isomers
geometrical, -linolenic acid methyl ester, separated using
low energy ESI/MS, 1272
Isoquinoline-3-carboxamides
dissociation pathway analyzed by ESI-CID, 2034
Isotope cluster calculation
by probability grouping, polypeptides, 295
Isotope dilution mass spectrometry
protein cleavage coupled with, ALiPHAT evaluation of LOD
correlation and, 2006
Isotopes
labeling, RABA, quantitative proteomics, 1366
JASMS
twentieth birthday of, editorial, i (Jan)
Kemptide
ADP-ribosylated, MS/MS, 477
Kinetic studies
millisecond time-scale, microfluidic chip for, ESI-MS, 124
LA-ICP-MS. see Laser ablation inductively coupled plasma mass
spectrometry
Label-free quantitation
glycoproteins quantify glycosylation changes by, 1048
Lamivudine
use of PEG as shift reagent, IMS, 1
Lanthionine polysulfides
characterization of lanthionine trisulfides and tetrasulfides
from peptide disulfides, ESI MS, 783
Laser ablation inductively coupled plasma mass spectrometry
metal imaging on micro and nanoelectronic surfaces by, 883
Laser desorption ionization mass spectrometry
CHCA-modified Au nanoparticles for peptide analysis, 1530
detection of gaseous W12O41-•and other tungstate anions by,
1782
surface-induced dissociation analyzed using SPALDI and,
peptides, 957
Laser ionization orthogonal time-of-flight mass spectrometry
multielemental analysis of biological samples by, 1355
Laser photoionization time-of-flight mass spectrometry
femtosecond, nitro-aromatic explosives and related com-
pounds, 419
Laskin, Julia
2008 Bieman medal recipient, editorial, i (June)
LDI MS. see Laser desorption ionization mass spectrometry
Lead
gas-phase interactions between lead(II) ions and thiouracils,
359
Ligand binding
nonspecific, identification using reporter molecule method,
ES-MS, 1242
Limits of detection correlation
ALiPHAT evaluation of PC-IDMS and, 2006
Linear ion traps
CID and ETD in, protonated peptides, 1672
mass selective axial ejection from, 1132
MS/MS of ions in, 1714
off-resonance excitation, 443
wavelength-tunable UVPD in, heparin-derived disaccharides,
1645
Linear quadrupole ion trap mass spectrometry
comparison with Orbitrap MS for peptide and protein identi-
fication, 1405
-Linolenic acid methyl ester
geometrical isomers separated using low energy ESI/MS, 1272
Lipidomes
ornithine and glutamine lipids from R. sphaeroides cell mem-
branes, MS/MS, 198
Lipids
mapping of neuropeptides and, by 3D MSI, crustacean brain,
1068
Liquid chromatography
reversed phase, reduces back exchange in FT-ICR MS, 520
Liquid chromatography-mass spectrometry
gradient elution, electrospray voltage selection for, 682
reagents for chemical noise reduction, 105
Liquid chromatography-photodiode array detection mass spec-
trometry
hawthorn leaf -glucosidase inhibitors characterization using
SORI-CID FTICR MS and, 1496
Liquid chromatography tandem mass spectrometry
archaeal tetraether lipids analyzed by, 51
glycoprotein monosaccharides, 1224
Liquids
direct analysis by DSI-MS, 10
LOD. see Limits of detection
LTQ MS. see Linear quadrupole ion trap mass spectrometry
Major histocompatiblity complex 1 molecules
2-M release from, analyzed by HDX-ESI-MS, 278
Makarov
Alexander, award for distinguished contribution in mass
spectrometry, editorial, i (August)
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MALDI-TOF MS. see Matrix-assisted laser desorption/ionization
time-of-flight mass spectrometry
Mannose glycans
high, characterized by ion trap MS, bovine ribonuclease B, 539
Mass accuracy
PPB, artificial neural networks for, in FT-ICR/MS, 1303
Mass analysis
high pressure ion trap, 2144
shifting unoccupied spectral space in mass spectrum of pep-
tide fragment ions, 2124
Mass spectral imaging
3D, crustacean brain, neuropeptide and lipid mapping by,
1068
Mass Spectrometry PittCon® 2009
review, R3 (June)
Mass spectroscopy
IgG1 mAb photo-induced methionine oxidation, 525
MATLAB
artificial neural networks for ppb mass accuracy in FT-ICR/
MS, 1303
Matrix-assisted laser desorption/ionization
acid hydrolysis of proteins, 2106
ions produced by, inspected with Orbitrap LTQ, 1451
solid state NMR exploring solvent-free samples, 1906
time-resolved photodissociation of peptides by, 1522
Matrix-assisted laser desorption/ionization mass spectrometry
analysis of disulfide-containing proteins by, 2284
calmodulin interactions with peptides investigated by, 576
crustacean hemolymph neuropeptides, measurement by, 708
DFT study of peptide ions generated by, 1327
gas phase scrambling of disulfide bonds, 1603
ILM for peptide, protein and carbohydrate analysis by, 1790
in-source decay, top-down determination of PEGylation sites
using, 326
incoherent ion production reactions, 1078
induction-based fluidics, real-time dispense event and volume
verification, 1064
new copper containing matrix for, 1263
protonated deoxyoligonucleotides, sodium controlled reactiv-
ity in gas phase, 689
sulfated glycan analysis by sequential double-permethylation,
1660
using pyrene methylguanidine, polysulfated oligosaccharides,
131
vortex method for preparing solvent-free samples, 1115
Matrix-assisted laser desorption/ionization tandem mass spec-
trometry
ILPR binding sites in IGF-2 and insulin, 1974
Matrix-assisted laser desorption/ionization time-of-flight mass
spectrometry
comparison between vacuum sublimed matrices and dried
droplet preparation, 1104
honeybee venom detection in envenomed tissues, 112
improved imaging of proteins, in tissues, 89
SBA-15, small molecule analysis by, 2167
solid state NMR and, analysis of polylactides, 67
triacylglycerols, CID MALDI-TOF/RTOF, 1037
Matrix-assisted laser desorption/ionization time-of-flight tan-
dem mass spectrometry
gold nanoparticles as assisted matricies for biomolecules, 875
PE chloramines detected using 4-chloro--cyanocinnamic acid
and, 867
Matrix-assisted laser desorption/ionization time-of-flight/time-
of-flight mass spectrometry
picolinamidination of phosphopeptides for sequencing by,
1751
Matrix-enhanced surface-assisted laser desorption/ionization
mass spectrometry
ionic matrix for, 2229
metabolite imaging using, 80
Matrix protein 1
avian influenza virus (H5N1), AA substitutions mapped by
nanoelectrospray MS, 312
ME-SALDI-MS. see Matrix-enhanced surface-assisted laser de-
sorption/ionization mass spectrometry
Melanin
from epidermal melanocytes, analysis by pyrolytic GC/MS,
464
Mercury ions
interactions among polythymine oligonucleotides, ethidium
bromide and, ESI MS, 1834
Meshes
influence of material and mesh characteristics on TM-DESI,
584
Metal ion complexes
with polyamidoamine dendrimers, ECD and CID of, 674
transition metal complex cations in gas-phase transformation
of deprotonated polypeptides, 1718
Metal nitrate cluster ions
anionic group II, IR-MPD spectroscopy, 772
Metal oxides
surface fabrication by reactive landing of gas phase ions, 915
Metals
imaging on micro and nanoelectronic surfaces by LA-ICP-MS,
883
Methanobacter thermautotrophicus
archaeal tetraether lipids, analysis by APCI LC-MS/MS, 51
Methanosarcina acetivorans
top-down proteomics reveals proteins expressed in, 1743
Methionine oxidation
photo-induced, IgG1 mAbs, MS, 525
2-Methoxychalcone
protonated 2-hydroxychalcone and, Nazarof cyclization, 805
Methyl groups
migration during fragmentation of trimethyllysine-containing
peptides, MS/MS, 1172
MHC-I. see Major histocompatiblity complex 1 molecules
Microfluidic chips
for millisecond time-scale kinetic studies, ESI-MS, 124
2-Microglobulin
release from MHC-I, analyzed by HDX-ESI-MS, 278
Molecular dynamics
fragmentation of oxidized peptides analyzed by RRKM mod-
eling, SID and, 1579
Molecular mass distribution
quantitative measurement by MS, 1638
Molecular weight distributions
poly(dimethyl siloxane) polymers, using TOF-SIMS, 1562
Monoclonal antibodies
intact, LTQ Orbitrap hybrid analysis of, 1415
reduced, analysis using SEC-MS, 2258
Monosaccharides
glycoprotein, analysis by LC-MS/MS, 1224
MS/MS. see Tandem mass spectrometry
Nanoelectrospray mass spectrometry
AA substitutions mapped by, avian influenza virus (H5N1)
matrix protein 1, 312
current-controlled, 1334
Nazarof cyclization
protonated 2-methoxy and 2-hydroxychalcone, 805
Negative ion-atmospheric pressure ionization
NI-DART and, ionization mechanisms of, 42
Negative ion-direct analysis in real time
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NI-APPI and, ionization mechanisms of, 42
Negative ion mass spectrometry
cyclodepsipeptide identification using, 2221
Nemorosone
degradation profile by ESI-MS, 1688
Nerve agents
chemical, APPIS applications to detection of, 2093
Neural networks
artificial, for ppb mass accuracy in FT-ICR/MS, 1303
Neuropeptides
crustacean hemolymph, measurement by MALDI MS, 708
mapping of lipids and, by 3D MSI, crustacean brain, 1068
Neutral desorption enclosures
sampling explosives on skin, using EESI-MS and, 719
NI-APPI. see Negative ion-atmospheric pressure ionization
NI-DART. see Negative ion-direct analysis in real time
Noise discrimination
Signal and noise evaluation in ESI IT MS, 1859
signal filtering method for quantification and, FT-ICR MS,
1087
Noise reduction
chemical, reagents for, LC-MS, 105
by supplemental IR activation, ESI MS, 2206
Noncovalent complexes
electrostatic interaction site identified by ECD/ETD, 176
weak interactions analyzed by ESI-MS, 303
Nuclear magnetic resonance
solid state, exploring solvent-free MALDI samples, 1906
solid state, MALDI-TOF MS and, analysis of polylactides, 67
Nuclear receptor coactivator 1
noncovalent complexes, weak interactions analyzed by ESI-
MS, 303
Nucleic acid bases
protonated, microhydration, 1900
Obituaries
Katheryn A.H. Resing, 1576
Vladimı´r Hanusˇ, 2352
Wim J. van der Hart, 1944
Octaglycine
protonated, surface-induced dissociation, 939
Off-resonance excitation
linear ion traps, 443
Oligomers
protonated, fragmentation in gas phase, 60
Oligonucleotides
ECD study of, 213
effect of cisplatin on gas phase dissociation of, ESI-MS/MS,
792
Oligosaccharides
GONE sequencing and structural analysis by RP-HPLC-MS,
1821
polysulfated, MALDI-MS using pyrenemethylguanidine, 131
Orbitrap mass spectrometry
comparison with LTQ MS for peptide and protein identifica-
tion, 1405
data acquisition using benchtop model, 1441
drug residue analysis, veterinary, hormone residue analysis,
UPLC-Orbitrap MS, 451
dynamics of ions of intact proteins, 1486
HCD, phosphopeptide analysis using, 1425
high-field, performance evaluation, 1391
LTQ hybrid, analysis of intact monoclonal antibodies, 1415
LTQ hybrid, MALDI produced ions inspected with, 1451
mass precision and accuracy for proteome measurments, 1477
methylated arginine quantified with nanoflow LS-ETD-Orbi-
trap MS, 507
multiresidue screening in food and feed matrices, 1464
post-acquisition ETD spectral processing for identification of
peptides, 1435
rephasing ion packets to improve resolution and peak shape,
1397
spectral accuracy of molecular ions in, 2058
Organic compounds
ambient air, BETX analysis using APCI-MS/MS, 829
analysis by ES/VUV-SPI MS, 430
influence of organic layer thickness in TOF-SI-MS, 2294
surface-induced dissociation analyzed using SPALDI and LDI
MS, 957
Organoruthenium anticancer complexes
analysis using IM-MS, 1119
Ornithine lipids
glutamine lipids and, from R. sphaeroides cell membranes,
MS/MS, 198
Overtone mobility spectrometry
experimental observations, 729
theoretical considerations of resolving power, 738
Oxazolone structure
of b2 fragment ions from tri-alanine, IRMPD spectroscopy, 334
PAHs. see Polycyclic aromatic hydrocarbons
PE chloramines. see Phosphatidylethanolamine chloramines
PEGylation sites
top-down determination using MALDI ISD MS, 326
Peptides
amino acid composition and role in charge inversion, gas-
phase ion/ion reactions, 180
amphipathic, periodic sequence distribution in ECD, 1182
analysis by decoupling ETD and CRCID, 567
arginine containing di- and tri-, H/D exchange in, 2049
b9 ions, cyclization of, 2248
calmodulin interactions with, investigated by MALDI-MS, 576
chain length, effect on charge-separation reactions, 1890
CHCA-modified Au nanoparticles for analysis, LDI-MS, 1530
collisional energy and ion fragmentation, 469
comparison of Orbitrap MS with LTQ MS for identification of
proteins and, 1405
deciphering the iodination code, 965
DFT study of ions generated by MALDI, 1327
disulfides, characterization of lanthionine trisulfides and tetra-
sulfides from, ESI MS, 783
doubly-proteinated tryptic, structure of b2 ions generated
from, 618
ECD product ion abundances correlated with amino acid po-
larities, 2273
fragmentation of photolytically generated radical ions, 1378
identification using IM-CID-MS, 907
ILMs for proteins, carbohydrate and, analysis by MALDI MS,
1790
improved IRMPD using N-terminal phosphonite derivatiza-
tion, 377
influence of size on sequence scrambling during CID of b-type
ions, 2174
intramolecular cross-linked, collision-induced dissociation, 557
ions, IRMPD spectroscopy for studying amide position pro-
tons, 1841
ions, soft landed surface effects on charge reduction and de-
sorption kinetics, 901
IRMPD and CID in ion traps, 349
isocyanate-adducts, analyzed by MS/MS, 1567
large hydrogen deficient, tracking radical migration in, 1148
multiply-charged proteins and, generation by RADIO for MS,
597
neutral loss of isocyanic acid in CID, 723
oxidized, fragmentation analyzed by SID, RRKM modeling
and MD, 1579
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post-acquisition ETD spectral processing for identification of,
1435
protonated, ETD and CID in linear ion traps, 1672
rapid UV photodissociation using naphthyl-based adducts,
385
sequencing of, A1 ion enhancement for protein identification
and, 1214
sequencing using alternative enzymes for on-line proteolysis,
triaxial electrospray probe, 1983
shifting unoccupied spectral space in mass spectrum of frag-
ment ions, 2124
surface-induced dissociation analyzed using SPALDI and LDI
MS, 957
time-resolved photodissociation by MALDI, 1522
trimethyllysine-containing, methyl group migration during
fragmentation, MS/MS, 1172
Pesticides
metabolism simulation using EC/LC/MS, 138
multiresidue screening in food and feed matrices, Oribtrap
MS, 1464
Petroleum
automated analysis by ESI-FTICR-MS, 263
Phosphatidylethanolamine chloramines
detection using 4-chloro--cyanocinnamic acid and MALDI-
TOF-MS, 867
Phosphopeptides
analysis using Orbitrap HCD, 1425
picolinamidination for MALDI-TOF-TOF-MS sequencing, 1751
product ions generated by 157 nm photodissociation of, 2334
in situ enrichment via metal oxide surfaces, 915
Phosphorylation
protein, stoichiometry determined by MS, 2211
Photodissociation
peptide fragmentation of photolytically generated radical ions,
1378
product ions generated by 157 nm photodissociation of phos-
phopeptides, 2334
rapid UV, of peptides using naphthyl-based adducts, 385
time-resolved, of peptides by MALDI, 1522
tunable UV-type, LIT in, heparin-derived disaccharides, 1645
Phytochemicals
carbohydrates and, profiling in tulip tissues and bulbs, PESI
MS, 2304
Picolinamidination
phosphopeptides, for MALDI-TOF-TOF-MS sequencing, 1751
PID. see Precursor ion discovery
PIF. see Precursor ion fingerprinting
Polyamindoamine dendrimers
ECD and CID of metal ion complexes with, 674
Polycyclic aromatic hydrocarbons
comparison of dopants for charge exchange ionization, RP-
LC-APPI-MS, 73
Polycyclic polyisoprenylated benzophenones
nemorosone degradation profile by ESI-MS, 1688
Polycyclic-polyprenylated acylphloroglucinols
Garcinia spp., screening using PID and UPLC-ESI-Q-TOF, 1846
Poly(dimethyl siloxane) polymers
MWD using TOF-SIMS, 1562
Polyethylene glycol
as shift reagent in lamivudine analysis, IMS, 1
Polyisobutylene
derivatives of, dopant-assisted APPI-MS, 2342
Polylactides
solid state NMR and MALDI-TOF MS analysis, 67
Poly(methylacrylic acid)
oligomers produced by ESI, MS/MS analysis, 25
Polypeptides
deprotonated, transition metal complex cations in gas-phase
transformation, 1718
isotope cluster calculation by probability grouping, 295
methylated, electron transfer dissociation, 1349
Polyphosphoesters
characterization by FT-ICR-MS, 2238
Polystyrene
influence of organic layer thickness in TOF-SI-MS, 2294
Polythymine oligonucleotides
interactions among ethidium bromide, mercury ions and, ESI
MS, 1834
PPAPs. see Polycyclic-polyprenylated acylphloroglucinols
Precursor ion discovery
Garcinia spp. PPAP screening using UPLC-ESI-Q-TOF and,
1846
Precursor ion fingerprinting
determination of ion structures using, 370
Precursor ion-independent algorithm
for top-down shotgun proteomics, 2154
Probability grouping
isotope cluster calculation by, polypeptides, 295
Probe electrospray ionization mass spectrometry
phytochemical and carbohydrate profiling in tulip tissues and
bulbs, 2304
Protein-ligand complexes
detection by ESI-precursor ion scan, MS/MS, 227
Protein tyrosine phosphatase 1B
characterization of cysteine oxidation products in active site,
1540
Proteins
acid hydrolysis, MALDI, 2106
acid-induced conformational changes and noncovalent com-
plexes, CSI-MS, 845
charge state assignment of native ES spectra of complexes,
435
collision-induced unfolding analyzed by ion mobility MS,
1851
collisional activation of complexes, review, 341
comparison of Orbitrap MS with LTQ MS for identification of
peptides and, 1405
conformation using T-WAVE ion mobility MS, 1699
conformations probed using ETD in top-down HDX MS, 1514
covalent labelling strategies, 1193
covalent labelling strategies (reprint, critical insight), 1193 in
July 2009
differential expression analysis, using isotope labeling and
PDQ-MS, 1287
disulfide-containing, MALDI MS, 2284
hydroxyl radical footprinting, aliphatic peptidyl hydroperox-
ides as source of secondary oxidation, 1123
identification of, A1 ion enhancement for peptide sequencing
and, 1214
ILMs for peptides, carbohydrate and, analysis by MALDI MS,
1790
intact, ion dynamics, Orbitrap MS, 1486
modifying charge state distribution in ESI MS, 1617
multiply-charged peptides and, generation by RADIO for MS,
597
noncovalent complexes, analysis by ESI-MS, 593
optimization of AI ECD for, 763
stoichiometry of phosphorylation determined by MS, 2211
in tissues, improved MALDI-TOF imaging, 89
ubiquitination analyzed by CID or ETD-based MS/MS frag-
mentation, 1652
Proteolysis
on-line, peptide sequencing using alternative enzymes for,
triaxial electrospray probe, 1983
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Proteomes
low-mass, top-down MS/MS, 2183
Proteomics
analysis of trypanosome flagellar proteome using ETD/ETD/
CAD, 167
Orbitrap mass precision and accuracy for proteome measur-
ments, 1477
probability-based shotgun cross-linking site analysis, 1896
quantitative, reductive alkylation by acetone, 1366
shotgun, comparison of Orbitrap with LTQ MS, 1405
top-down, reveals proteins expressed in M. acetivorans, 1743
top-down shotgun, precursor ion-independent algorithm for,
2154
Proton affinities
computed, reevaluation of, -amino acids, 2116
Proton transfer
ternary copper (II) complexes with histidine, macrocyclic li-
gand effects on electron transfers and, 972
Proton transport catalysis
protonated 2-methoxy and 2-hydroxychalcone, Nazarof cy-
clization, 805
Pulsed Q dissociation mass spectrometry
differential expression analysis of proteins using isotope label-
ing and PQD-MS, 1287
Pyrenemethylguanidine
polysulfated oligosaccharides, MALDI-MS using, 131
Quadrupole Fourier transform mass spectrometry
hybrid, solvated ion accumulation in accumulation/collision
hexapole, 411
Quadrupole ion trap mass spectrometry
time scale of internal energy relaxation, by AP-MALDI and
nanoESI in, 1801
Quadrupole ion traps
improving IRMPD efficiency in, 1127
rhodamine 575 fluorescence and photodissociation of cations,
96
Quadrupole mass filters
microengineered, ion coupling strategies for, 146
Quadrupole mass spectrometers
development using rapid prototyping technology, 1359
RABA. see Reductive alkylation by acetone
Radical ions
long-lived cations, gas phase fragmentation of, cysteine, 985
peptide fragmentation of photolytically generated, 1378
tracking migration in large hydrogen deficient peptides, 1148
triglycine cations, tautomerization and dissociation of, 996
RADIO. see Radiofrequency acoustic desorption and ionization
Radiofrequency acoustic desorption and ionization
multiply-charged proteins and peptides for MS generated by,
597
Rapid prototyping technology
quadrupole mass spectrometer development using, 1359
Reductive alkylation by acetone
quantitative proteomics, 1366
Reporter molecules
nonspecific ligand binding identification using, ESI-MS, 1242
Resing, Katheryn A.H.
obituary, 1576
Reverse phase-high performance liquid chromatography mass
spectrometry
oligosaccharides, GONE sequencing and structural analysis
by, 1821
Reverse phase-liquid chromatography-atmospheric pressure ion-
ization mass spectrometry
comparison of dopants for charge exchange ionization of
PAHs, 73
Reviewers
plea to, editorial, i (April)
Rhodamine 575
fluorescence and photodissociation of cations, quadrupole ion
trap, 96
Rhodobacter sphaeroides
characterization of ornithine and glutamine lipids from cell
membranes, MS/MS, 198
Ribonuclease B
bovine, high mannose glycans characterized by ion trap MS,
539
Ron Hites Award, editorial, i (Nov)
Route 66 method
insulin disulfide bond mapping with, 157
RP-LC-APPI-MS. see Reverse phase-liquid chromatography-at-
mospheric pressure ionization mass spectrometry
RRKM modeling
fragmentation of oxidized peptides analyzed by SID, MD and,
1579
Ruthenium
organoruthenium anticancer complexes, analysis using IM-
MS, 1119
Ruthenium carbonyl clusters
gas-phase reactivity, ED-ESI-MS, 658
SALDI TOF MS. see Surface-assisted laser desorption/ionization
time-of-flight mass spectrometry
Sample preparation
comparison between vacuum sublimed matrices and dried
droplet preparation, MALDI-TOF MS, 1104
vortex method for preparing solvent-free samples, MALDI
MS, 1115
SBA-15
small molecule analysis by MALDI-TOF-MS, 2167
Screening
multiresidue, food and feed matrices, Orbitrap, 1464
Secondary electrospray ionization
explosives, ambient vapors detected by, 287
Secondary electrospray ionization mass spectrometry
vapors on human skin detected by, 1060
Secondary ion mass spectrometry
in situ analysis and reactions of surfaces prepared by SL of
ions, IT MS, 949
SESI. see Secondary electrospray ionization
Shift reagents
use in IMS, 1
Sialyl anomers
distinction on ESI- and FAB-MS/MS, 394
Signal filtering
method for quantification and noise discrimination, FT-ICR
MS, 1087
Silica
SBA-15, small molecule analysis by MALDI-TOF-MS, 2167
Silicone nanoparticle assisted laser-desorption/ionization
surface-induced dissociation analyzed using LDI MS and,
peptides, 957
SIMS. see Secondary ion mass spectrometry
Single photon ionization time-of-flight mass spectrometry
tunable, laser-produced plasma as VUV light source, 2192
Size exclusion chromatography mass spectrometry
reduced monoclonal antibodies, analysis using, 2258
Skin
human, vapors detected by SESI-MS, 1060
sampling explosives on, using neutral desorption and EESI-
MS, 719
SLCC. see Spontaneous loss of coherence catastrophy
Slit interfaces
improving sensitivity of FAIMS with, 1768
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Software
HD desktop platform for analysis of H/D exchange data, 601
MATLAB, artificial neural networks for ppb mass accuracy in
FT-ICR/MS, 1303
Solvated ions
accumulation in accumulation/collision hexapole, hybrid
QFTMS, 411
Solvents
disintegration of solvent droplets during ESI, 496
SPALDI. see Silicone nanoparticle assisted laser-desorption/ion-
ization
Spectral accuracy
molecular ions in Orbitrap MS, 2058
Spontaneous loss of coherence catastrophe
FTICR-MS, 247
Stainless steel
surface-induced dissociation and chemical reactions on car-
bon, diamonds and, 927
STAT6
noncovalent complexes, weak interactions analyzed by ESI-
MS, 303
Steroids
quantitative signatures using GC-MS, 1626
Sulfur
Chinese and American drywall materials analyzed by DART
with TOF MS, 2082
Supercharging
origin from aqueous solutions during ESI, 1933
Surface-assisted laser desorption/ionization mass spectrometry
silver-coated nanoparticles as a matrix in analysis of amino-
glycosides, 1925
using two-layered silicon-coated nanostructures, 1723
Surface-assisted laser desorption/ionization time-of-flight mass
spectrometry
signal enhancement by oxidized GCB nanoparticles, 1207
Surface-induced dissociation
fragmentation of oxidized peptides analyzed by RRKM mod-
eling, MD and, 1579
Surfaces
dissociation induced by, analyzed using SPALDI and LDI MS,
peptides, 957
dissociation induced by, protonated octaglycine, 939
fabrication by reactive landing of gas phase ions, metal ox-
ides, 915
peptide ions, soft landed surface effects on charge reduction
and desorption kinetics, 901
in situ SIMS analysis and reactions after SL of ions, IT MS,
949
surface-induced dissociation and chemical reactions on stain-
less steel, carbon and diamonds, 927
Tandem mass spectrometry
3-O-sulfated disaccharide heparin isomers, 652
ADP-ribosylated Kemptide, 477
characterization bovine insulin glycation sites, 1319
characterization of cysteine oxidation products in PTP1B ac-
tive site, 1540
ETD-based, protein ubiquitination analyzed by CID or frag-
mentation by, 1652
guided ion beam, mechanism of decomposition and, proton-
ated asparagine, 852
ions in ILTs, 1714
methyl group migration during fragmentation of trimethyll-
ysine-containing peptides, 1172
ornithine and glutamine lipids from R. sphaeroides cell mem-
branes, 198
peptide isocyanate-adducts analyzed by, 1567
poly(methylacrylic acid) oligomers produced by ESI, 25
protein-ligand complex detection by ESI-precursor ion scan,
227
top-down, low-mass proteomes, 2183
tryptophan O2 (
1g)-derived oxidation products, 188
Tetraether lipids
archaeal, analysis by LC-MS/MS, 51
Thermal denaturation
of cytochrome c, analyzed by ESI-MS, 819
Thermodynamics
mechanism of decomposition and, protonated asparagine,
GIB-MS/MS, 852
Thermometer ions
strategy based on, ESI MS reproducibility using, 398
Thiouracils
gas-phase interactions between lead(II) ions and, 359
Thomson, J.J.
American experiences, 1964
Time-of-flight mass spectrometry
Chinese and American drywall sulfur materials analyzed by
DART with, 2082
human urine screening for cocaine and metabolites by, 891
laser ionization orthogonal, multielemental analysis of biologi-
cal samples by, 1355
novel ion trap with orthogonal injection, 1342
Time-of-flight secondary ion mass spectrometry
influence of organic layer thickness in, 2294
poly(dimethyl siloxane) polymer MWDs using, 1562
TM-DESI. see Transmission mode desorption electrospray ion-
ization
TPEPICO studies
ionized o-,m-,p-difluorobenzene, 20
Transmission mode desorption electrospray ionization
influence of material and mesh characteristics on, 584
Trapping ring electrocells
FT-ICR-MS, improved ion trapping and detection capabilities,
755
Trastuzumab
heterogeneity profile, ESI-Q-IM-TOF MS, 2021
Traveling-wave ion mobility mass spectrometry
hemoglobin structure probed by, 625
Tri-alanine
oxazolone structure of b2 fragment ions, IRMPD spectroscopy,
334
Triacylglycerols
CID MALDI-TOF/TOF, 1037
Triaxial electrospray probe
peptide sequencing using alternative enzymes for on-line pro-
teolysis, 1983
Tricationic ion-pairing reagents
evaluation in positive mode ESI-MS, 529
Triglycine
tautomerization and dissociation of radical cations, 996
Trimethylamine
mechanism of loss from acetylcholine, density functional the-
ory study, 238
Tripeptides
fragmentation of doubly-protonated, formation of b22 ions,
ESI MS, 2135
Trypanosomes
analysis of flagellar proteome using ETD/ETD/CAD, 167
Tryptophan
O2 (
1g)-derived oxidation products, MS/MS, 188
Tulips
phytochemicals and carbohydrate profiling in tulip tissues
and bulbs, PESI MS, 2304
Tungstate anions
detection of gaseous W12O41-•and, by LDI-MS, 1782
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Ubiquitination
protein, analyzed by ETD-based MS fragmentation or CID,
1652
Ultra performance liquid chromatography electrospray ioniza-
tion Q-time-of-flight
Garcinia spp. PPAP screening using PID and, 1846
Urine
human, screening for cocaine and metabolites by TOF-MS,
891
Vacuum ultraviolet light source
laser-produced plasma as, tunable SPI-TOF-MS, 2192
product ions generated by 157 nm photodissociation of phos-
phopeptides, 2334
Vacuums
ultrahigh, ion fragmentation and fluorescence of in, ESI, 1731
van der Hart, Wim J.
obituary, 1944
Venom
honeybee, detection in envenomed tissues, MALDI MSI, 112
Zinc
deposition during peptide-zinc complex analysis, ESI MS,
2199
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